Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.002 Å; R factor = 0.031; wR factor = 0.096; data-to-parameter ratio = 12.0.
The complete molecule of the compound, C 6 H 4 N 8 O 3 , is generated by a crystallographic twofold rotation axis that runs through the central ring. The flanking ring is twisted by 20.2 (1) with respect to the central ring. One of the amino H atoms forms an intramolecular N-HÁ Á ÁN hydrogen bond; adjacent molecules are linked by N-HÁ Á ÁN hydrogen bonds forming a chain running along [102] .
Related literature
For the synthesis, see: Kulikov & Kakhova (1994) ; Zhou et al. (2007) . Refinement R[F 2 > 2(F 2 )] = 0.031 wR(F 2 ) = 0.096 S = 1.08 1047 reflections 87 parameters All H-atom parameters refined Á max = 0.28 e Å À3 Á min = À0.17 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Symmetry code: (i) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) . Experimental 3,4-Bis(4′-aminofurazano-3′)furoxan was synthesized by using a literature procedure (Zhou et al., 2007) . The compound (7.5 g) was dissolved in acetic acid (30 ml). The solution was added to a reducing agent prepared from stannous chloride dihydrate (22.6 g. 100 mm mol) dissolved in acetic anhydride (20 ml), acetic acid (100 ml) and concentrated hydrochloric acid (20 ml). The reduction was performed according to an literature procedure (Kulikov & Kakhova, 1994) . The mixture was heated atto 348 K for 8 h. The cool mixture was then poured into water (150 ml). The white precipitate that separated 
Refinement
The H-atoms were located in a difference Fourier map, and were refined freely.
Computing details
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT (Bruker, 2009 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010 Anisotropic displacement ellipsoid plot (Barbour, 2001) of C 6 H 4 N 8 O 3 at the 50% probability level; hydrogen atoms are drawn as spheres of arbitrary radius. The molecule is located on a twofold rotation axis; symmetry-related atoms are not labeled.
Figure 2
Hydrogen-bonded chain structure. The intermolecular H bond is drawn as a dashed line, the intramolecular H bond is not shown. where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.28 e Å −3 Δρ min = −0.17 e Å −3 Extinction correction: SHELXL97 (Sheldrick, 2008) , Fc * =kFc[1+0.001xFc 2 λ 3 /sin(2θ)] -1/4 Extinction coefficient: 0.020 (3) Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (15) 
4-[4-(4-Amino-1,2,5-oxadiazol-3-yl)-1,2,5-oxadiazol-3-yl]-1,2,5-oxadiazol-3-amine

